CLUSTAL 0(1.2.4) multiple sequence alignment

rh.10 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGYKYLGPFNGLD 60
AAVS8 MAADGYLPDWLEDNLSEGIREWWALKPGAPKPKANQQKQDDGRGLVLPGYKYLGPFNGLD 60

R SR R I db b I Sb b I db b S Sb I 2b b Sb Sb S b S b S Sb b S Sb b S S b S Sb b S Sb b S SE S b S Sb Sb I Sb db b Sb db S db db 3

rh.10 KGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVEQ 120
AAVS8 KGEPVNAADAAALEHDKAYDQQLOAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVEQ 120

R SR R I db b I Sb b I db b S Sb I Sb b Sb b S SEIE S b S Sb b S db b S S b S Sb b S Sb b S SE S Sb S Sb Ib I Sb db b Sb db S db db 3

rh.10 AKKRVLEPLGLVEEGAKTAPGKKRPVEPSPORSPDSSTGIGKKGQQPAKKRLNFGQTGDS 180
AAVS8 AKKRVLEPLGLVEEGAKTAPGKKRPVEPSPORSPDSSTGIGKKGQQPARKRLNFGQTGDS 180

R SR R e db b I S b I db b S Sb I Sb b Sb Sb S S b Sb b S Sb b S db b S Sb b S Sb b S Sb b S Sb b S Sb TR Jb I db db b Sb db S db 2b 3

rh.10 ESVPDPOPIGEPPAGPSGLGSGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRV 240
AAVS ESVPDPOPLGEPPAAPSGVGPNTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRV 240

khkkkhkkkhkkhkkoekkkhkkhkk K*k*kok R IR R I S b I db b I Sb b S Sb S Sb S Sh Sb S S Sb I Sh Jb b Sb db b db db 3 4b db 3 4

rh.10 ITTSTRTWALPTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDFNRFHCHFSPRDWQ 300
AAVS8 ITTSTRTWALPTYNNHLYKQISNGTSGGATNDNTYFGYSTPWGYFDFNRFHCHFSPRDWQ 300

LR S R I A b I Sb b I db b I S b S db b Sb S S b S 2b SRR b S Sb R S Sb b S Sb b S S S Sb A Sh 2b b Sb db b Sb b b Sb b S Sb 2b Y

rh.10 RLINNNWGFRPKRLNFKLENIQVKEVTQONEGTKTIANNLTSTIQVFTDSEYQLPYVLGSA 360
AAVS RLINNNWGFRPKRLSFKLENIQVKEVTQONEGTKTIANNLTSTIQVFTDSEYQLPYVLGSA 360

KAXKAAKAKARKAAKAKAAKRA A A A A A AR A AR A AR A AR A A A A A A Ak kA A kA Ak kA Ak Ak Ak kA kA kkx %k

rh.10 HOGCLPPFPADVEFMIPQYGYLTLNNGSQAVGRSSFYCLEYFPSOQMLRTGNNFEFSYQFED 420
AAVS HOGCLPPFPADVEFMIPQYGYLTLNNGSQAVGRSSFYCLEYFPSOQMLRTGNNEFQFTYTFED 420

KKK AR AR KA A AR AR A AR A A A A AR A AR A AR A AR A A A A kA Ak Ak A Ak Ak kA Ak hkhkkhkhkk ek ok K*k%k

rh.10 VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTQOSTGGTAGTQQLLEFSQAGPNNMSAQAKNW 480
AAVS VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTANTQTLGEFSQGGPNTMANQAKNW 480

AKAXKAAKAKARKAARAAARA AR A A A XA AKX h A A h kA khhkkekkhhhkk **%k K% *%k*%k **k*x *. **kk*x%

rh.10 LPGPCYRQQORVSTTLSQONNNSNFAWNTGATKYHLNGRDSLVNPGVAMATHKDDEERFFPSS 540
AAVS8 LPGPCYRQORVSTTTGONNNSNFAWTAGTKYHLNGRNSLANPGIAMATHKDDEERFFPSN 540

kkkkkkkkkkhkkkkk*k Ak kkk Kk kK kK AKkkhkhkk kK oehkk *hkkeoekhkhkhkkhkhkkkhkhkkkhhkkhkh%k

rh.10 GVLMFGKQGAGKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQONAAPIVGAVNS 600
AAVS GILIFGKQNAARDNADYSDVMLTSEEEIKTTNPVATEEYGIVADNLQQONTAPQIGTVNS 600

kKekekkhkkhkk K, okk hhkk FAAKAAAAAAAAAAhA Ak oehkkoekhkhkhkkhkhkhkhkheoehkk okeokkk

rh.10 QGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQILIKNTPVPADP 660
AAVS QGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQILIKNTPVPADP 660

LR S b I db b I Sb b I Sb b I S b S Sb b Sb S S S S b S Sb b I Sb 2R I S b S Sb b S S S Ib A Sb Sb S Sb db S Sb db S Sb db I Sb 2b 3

rh.10 PTTFSQAKLASFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNYYKSTNVDFAVNTD 720
AAVS8 PTTEFNQSKLNSFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNYYKSTSVDFAVNTE 720

AKAkk Kk Kekk KARAAARAAAAAAAAAA A AR A AR A AR A A A A A h A A h kA h Ak hkx *kkhkhkkk.

rh.10 GIYSEPRPIGTRYLTRNL 738
AAVS8 GVYSEPRPIGTRYLTRNL 738
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